Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.042; wR factor = 0.123; data-to-parameter ratio = 13.4.
Refinement R[F 2 > 2(F 2 )] = 0.042 wR(F 2 ) = 0.123 S = 1.07 3886 reflections 290 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.19 e Å À3 Á min = À0.13 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry code: (i) Àx þ 1; Ày þ 2; Àz þ 1.
Data collection: SMART (Bruker, 2001) ; cell refinement: SAINT (Bruker, 2001); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. supplementary materials Acta Cryst. (2012) . E68, o2777 [doi:10.1107/S1600536812034770] (Z)-4-[(3-Aminonaphthalen-2-ylamino)(phenyl)methylidene]-3-methyl-1phenyl-1H-pyrazol-5(4H)-one Zhao Zhang, Xingqiang Lü, Shunsheng Zhao and Xiangrong Liu Comment Asymmetric Schiff bases attract the interest of researchers because they can form complexes with most of transition metal ions. These Schiff base complexes show excellent catalytic activity and selectivity in various reactions. Here we report the crystal structure of a novel asymmetrical Schiff base ligand (I) ( Fig. 1 ). Bond lengths are in the range of normal values (Allen et al., 1987) and are comparable to those observed in similar compounds (Lu et al., 2011) . The molecules of the title compound are linked by N-H···N hydrogen to form molecular pairs ( Fig. 2 ). An intramolecular N3-H3a···O1 hydrogen bond forms an S6 ring motif.
Experimental
The title compound was obtained according to the synthetic procedure of Hennig & Mann (1988) with some modification. 2,3-diaminonaphthalene and 4-benzoyl-3-methyl-1-phenyl-1H-pyrazol-5(4H)-one were refluxed for 2 h in a molar ratio of 1:1 in absolute ethanol to give the product. The single-crystal of suitable for X-ray diffraction was obtained by slow evaporation of its ethanolic solution of the title compound.
Refinement
H atoms bonded to N4 were located in a difference map and refined freely. Other H atoms were positioned geometrically and refined using a riding model with C-H = 0.95-0.99 Å and N-H = 0.87 (2) Å, and with U iso (H) = 1.2 (1.5 for methyl groups) times U eq (C/N). The molecular structure of (I), with atom labels and 50% probability displacement ellipsoids for non-H atoms.
Computing details

Figure 2
The packing of (I), showing molecules connected by N-H···N hydrogen bonds (dashed lines). H atoms not involved in hydrogen bonding have been omitted. Mo Kα radiation, λ = 0.71073 Å Cell parameters from 4488 reflections θ = 1.9-25.1°µ = 0.08 mm −1 T = 296 K Block, red 0.31 × 0.25 × 0.24 mm
(Z)-4-[(3-Aminonaphthalen-2-ylamino)(phenyl)methylidene]-3-methyl-1-phenyl-1H-pyrazol-5(4H)-one
Data collection
Bruker SMART 1K CCD area-detector diffractometer Radiation source: fine-focus sealed tube Graphite monochromator thin-slice ω scans Absorption correction: multi-scan (SADABS; Sheldrick, 2004) T min = 0.976, T max = 0.981 10878 measured reflections 3886 independent reflections 2629 reflections with I > 2σ(I) Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.27552 (14) 1.00646 (7) 0.55789 (10) 
